ANNOTATED SHEET - Renumbered Figure 10 



FIGURE ±06 



A. 



SEQ ID NO:67 - AME 33 complete light chain amino acid sequence 



EIVLTQSPGTLSLSPGERATLSCRASSSVPYIHWYQQKPGQAPRLLIYATSALASGIPDR 
FSGSGSGTDFTLTISRLEPEDFAVYYCOOWLSNPPTFGOGTKLEIK RTVAAPSVFIFPPS 
DEOLKSGTASVVCLLNNFYPREAKVOWKVDNALOSGNSOESVTEQDSKDSTYSLSST 
LTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 



- Constant Region is underlined 



B. 



SEQ ID NO:68 - AME 33 complete light chain nucleic acid sequence 



GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAGAG 

CCACCCTCTCCTGCAGGGCCAGCTCAAGTGTACCGTACATCCACTGGTACCAGCA 

GAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGCCACATCCGCTCTGGCTTCTG 

GCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACTCTCACCAT 

CAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATTACTGTCAGCAGTGGCTGAGT 

AACCCACCCACTTTTGGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTG 

CACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCC 

TCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGA 

AGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGA 

CAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGA 

CTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCG 

CCCGTCACAAAGAGCTTCAACAGGGGAGAGTGTTAG 
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FIGURE 447 

A. SEQ ID NO: 69 - AME 33 complete heavy chain amino acid sequence 

EVQLVQSGAEVKKPGESLKISCKGSGRTFTSYNMHWVRQMPGKGLEWMGAIYPLTG 
DTSYNQKSKLQVTISADKSISTAYLQWSSLKASDTAMYYCARSTYVGGDWQFDVWG 
KGTTVTVSS ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG 
VHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH 
TCPPCPAPELLGGPSVFLFPPICPICDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGV 
EVHNAKTKPREEOYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKA 
KGOPREPQVYTLPPSRDELTKNOVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPV 
LDSDGSFFLYSKLTVDKSRWOOGNVFSCSVMHEALHNHYTQKSLSLSPGK 

- Constant Region is underlined; the "D" at position 280 and "K" at position 290 are in bold 



B. SEQ ID NO:70 - AME 33 complete heavy chain nucleic acid sequence 

GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTG 

AAGATCTCCTGTAAGGGTTCTGGCCGTACATTTACCAGTTACAATATGCACTGGGT 

GCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGGCTATTTATCCCTTGACG 

GGTGATACTTCCTACAATCAGAAGTCGAAACTCCAGGTCACCATCTCAGCCGACA 

AGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGC 

CATGTATTACTGTGCGAGATCGACTTACGTGGGCGGTGACTGGCAGTTCGATGTCT 

GGGGCAAGGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGT 

CTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCT 

GCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGC 

CCTGACCAGCGGCGTGCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACT 

CCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACAT 

CTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAGGTTGAGCC 

CAAATCTTGTGACAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTG 

GGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTC 

CCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAG 

GTCAAGTTCAACTGGTACGTG GAC GGCGTGGAGGTGCATAATGCCAAGACAAAG 

CCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCC 

TGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAG 

CCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGA 

ACCACAGGTGTACACCCTGCCCCCATCCCGGGACGAGCTGACCAAGAACCAGGTC 

AGCCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGG 

AGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTC 

CGACGGCTCCTTCTTCCTCTATAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAG 

CAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACA 

CGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAATGA 



